Objective: To determine the prevalence of the different Chlamydia trachomatis genotypes in Portuguese patients. Methods: Urogenital isolates (n = 240) derived from attenders of various clinics in the Lisbon area were differentiated into genovars by genotyping with restriction fragment length polymorphism (RFLP) analysis of the PCR amplified ompl gene. Results: Genotype E was the most common for both men (47 9%) and women (43-8%). Genotypes D and F were the second most prevalent for men (11 3%) 
Introduction
Chlamydia trachomatis is a common cause of urogenital infections and is transmitted through sexual contact. Wang et al developed immunotyping techniques defining 18 serovars of C trachomatis. Serovars A-C were found to be responsible for trachoma, serovars D-K were detected in urogenital infections and serovars L1-L3 were considered to be capable of inducing lymphogranuloma venereum. ' We report here the results of a genotyping study on Portuguese C trachomatis isolates using two polymerase chain reaction (PCR) 
